characterize the protein. A starting material that can only be used to produce 
a final product does not have a substantial asserted utility in those instances, 
where the final product is not supported by a specific and substantial utility. 
In this case none of the proteins that are to be produced as final products 
resulting from processes involving the claimed cDNA have asserted or 
identified specific and substantial utilities. The research contemplated by 
Applicants to characterize potential protein products, especially their 
biological activities, does not constitute a specific and substantial utility. 
Identifying and studying the properties of the protein itself or the 
mechanisms in which the protein is involved does not define a "real world" 
context of use. Note, because the claimed invention is not supported by a 
specific and substantial asserted utility for the reasons set forth above, 
credibility has not been assessed. Neither the specification as filed nor any 
art of record discloses or suggests any property or activity for the cDNA 
compounds such that another non-asserted utility would be well established 
for the compounds. 

Claim 1 is also rejected under 35 U.S.C. § 1 12, first paragraph. 
Specifically, since the claimed invention is not supported by either a specific 
and substantial asserted utility or a well established utility for the reasons set 
forth above, one skilled in the art would not know how to use the claimed 
invention. 

Example 10: DNA Fragment encoding a Full Open Reading Frame 
(Q3RF) 

Specification: The specification discloses that a cDNA library was prepared 
from human kidney epithelial cells and 5000 members of this library were 
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sequenced and open reading frames were identified. The specification 
discloses a Table that indicates that one member of the library having SEQ 
ID NO: 2 has a high level of homology to a DNA ligase. The specification 
teaches that this complete ORF (SEQ ID NO: 2) encodes SEQ ID NO: 3. 
An alignment of SEQ ID NO: 3 with known amino acid sequences of DNA 
ligases indicates that there is a high level of sequence conservation between 
the various known ligases. The overall level of sequence similarity between 
SEQ ID NO: 3 and the consensus sequence of the known DNA ligases that 
are presented in the specification reveals a similarity score of 95%. A search 
of the prior art confirms that SEQ ID NO: 2 has high homology to DNA 
Ligase encoding nucleic acids and that the next highest level of homology is 
to alpha-actin. However, the latter homology is only 50%. Based on the 
sequence homologies, the specification asserts that SEQ ID NO: 2 encodes a 
DNA ligase. 

Claim 1: An isolated and purified nucleic acid comprising SEQ ID NO: 2. 

Analysis: The following analysis includes the questions that need to be 
asked according to the guidelines and the answers to those questions based 
on the above facts: 

1) Based on the record, is there a "well established utility" for the 
claimed invention? Based upon applicant's disclosure and the results of the 
PTO search, there is no reason to doubt the assertion that SEQ ID NO: 2 
encodes a DNA ligase. Further, DNA ligases have a well-established use in 
the molecular biology art based on this class of protein's ability to ligate 
DNA. Consequently the answer to the question is yes. 



54 



Note that if there is a well-established utility already associated with the 
claimed invention, the utility need not be asserted in the specification as 
filed. In order to determine whether the claimed invention has a well- 
established utility the examiner must determine that the invention has a 
specific, substantial and credible utility that would have been readily 
apparent to one of skill in the art. In this case SEQ ID NO: 2 was shown to 
encode a DNA ligase that the artisan would have recognized as having a 
specific, substantial and credible utility based on its enzymatic activity. 

Thus, the conclusion reached from this analysis is that a 35 U.S.C. § 
101 rejection and a 35 U.S.C. § 1 12, first paragraph, utility rejection should 
not be made. 

Example 11: Aniimtals with Umcharacterized Human Genes 

Specification: Kidney cells from a patient with Polycystic Kidney (PCK) 
Disease have been used to make a cDNA library. From this library 8000 
nucleotide "fragments" have been sequenced but not yet used to express 
proteins in a transformed host cell nor have they been characterized in any 
other way. The 50 longest fragments, SEQ ID NO: 1-50, respectively, have 
been used to make transgenic mice. None of the 50 lines of mice have 
developed Polycystic Kidney Disease to date. The asserted utility is the use 
of the mice to research human genes from diseased human kidneys. The 
disease is inheritable, but chromosomal loci have not yet been identified. 
Neither the absence or presence of a specific protein has been identified with 
the disease condition. 
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